ABSTRACT Saccharomycopsis fermentans is an ascomycetous necrotrophic fungal pathogen that penetrates and kills fungal prey cells via targeted penetration pegs. Here, we report the draft genome sequence and scaffold assembly of this mycoparasite.
Saccharomyces cerevisiae genome. In all, 5,917 nonoverlapping ORFs were detected in S. fermentans, and of those, 3,882 genes produced hits with S. cerevisiae. An additional blast search against other organisms in the nonredundant database at NCBI (https:// blast.ncbi.nlm.nih.gov/Blast.cgi) generated a further 263 hits (E values, Ͻ10 Ϫ10 ). We could also verify the absence of genes required for sulfate assimilation in S. fermentans. Additionally, we identified 149 tRNA genes in the S. fermentans genome using tRNAscan-SE (10) . Accession number(s). This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. JNFW00000000. The version described in this paper is the first version, JNFW01000000.
